The genetic control of pain has been repeatedly demonstrated in human association studies. In the present study, we assessed the relative contribution of 16 single nucleotide polymorphisms in pain-related genes, such as cathechol-O-methyl transferase gene (COMT), fatty acid amino hydrolase gene (FAAH), transient receptor potential cation channel, subfamily V, member 1 gene (TRPV1), and δ-opioid receptor gene (OPRD1), for postsurgical pain chronification. Ninety preoperatively pain-free male patients were assigned to good or poor outcome groups according to their intensity or disability score assessed at 1 week, 3 months, 6 months, and 1 year after funnel chest correction. The genetic effects were compared with those of two psychological predictors, the attentional bias toward positive words (dot-probe task) and the self-reported pain vigilance (Pain Vigilance and Awareness Questionnaire [PVAQ]), which were already shown to be the best predictors for pain intensity and disability at 6 months after surgery in the same sample, respectively. Cox regression analyses revealed no significant effects of any of the genetic predictors up to the end point of survival time at 1 year after surgery. Adding the genetics to the prediction by the attentional bias to positive words for pain intensity and the PVAQ for pain disability, again no significant additional explanation could be gained by the genetic predictors. In contrast, the preoperative PVAQ score was also, in the present enlarged sample, a meaningful predictor for lasting pain disability after surgery. Effect size measures suggested some genetic variables, for example, the polymorphism rs1800587G.A in the interleukin 1 alpha gene (IL1A) and the COMT haplotype rs4646312T.C/rs165722T.C/ rs6269A.G/rs4633T.C/rs4818C.G/rs4680A.G, as possible relevant modulators of longterm postsurgical pain outcome. A comparison between pathophysiologically different predictor groups appears to be helpful in identifying clinically relevant predictors of chronic pain.
Introduction
Despite good analgesic treatment, a major proportion of patients undergoing surgery still develops chronic pain. 1 Pathophysiological mechanisms underlying chronic postsurgical pain comprising inflammation, immune response to injury and wounds, and peripheral sensitization causing neuropathic pain and central sensitization are under genetic regulation. 2 Thus, a gene-based approach appears very promising for explaining why some patients develop chronic pain after surgery and others not.
The genetics of pain have been impressively demonstrated in recent years by extensive research in laboratory animals 3, 4 and in human association studies. [5] [6] [7] Over 400 genes have been recognized as pain modulators. 8 Polymorphisms in genes such as cathechol-O-methyl transferase gene (COMT), µ-opioid receptor gene (OPRM1), GTP cyclohydrolase 1 gene (GCH1), human leukocyte antigen (HLA) gene complex, 5-hydroxytryptamine (serotonin) receptor 2a gene (HTR2A), interleukin 1 alpha gene (IL1A), interleukin 1 beta gene (IL1B), interleukin 1 receptor antagonist gene (IL1RN), and transient receptor potential cation channel, subfamily V, member 1 gene (TRPV1) are among the most often investigated candidate genes in pain genetic research associated with clinical as well as experimental pain. 9 Concerning postoperative pain, associations were mostly shown for cytokine genes, the COMT, and OPRM1 genes. [10] [11] [12] [13] [14] The genetic basis for the transition from acute to chronic postoperative pain is still unknown.
In the present study, we assessed the relative role of genotyping information for explaining pain continuation up to 1 year after funnel chest operation in a slightly enlarged sample of male pain-free patients already reported. 15 Given the lack of genetic associations with chronic postthoracotomy pain, 31 single nucleotide polymorphisms (SNPs) were chosen from human association studies published until August 2009 (Table 1 for related references). Candidate genes were selected 1) to involve mechanisms of inflammation and wound healing to cover the obvious pathophysiological processes assumed to play a role in pain after surgery and 2) to include the most broadly investigated genes in pain research such as COMT, OPRM1, GCH1, and fatty acid amino hydrolase gene (FAAH), which are involved in the modulation of pain perception and cognitive processing. The genetic predictors were tested for their predictive power using a comparison to the best psychological predictors identified in a previous study in this clinical sample. 15 Two pain-related psychological variables, namely, the attentional bias toward words of positive valence assessed in a dot-probe task and the selfreported pain vigilance (Pain Vigilance and Awareness Questionnaire [PVAQ]), were found to be the strongest predictors for chronic pain and disability after surgery, respectively. 15 Thus, these two psychological predictors were used as a frame of comparison for the genetic predictors. Specifically, the genetic predictors were tested for their power to predict the time course of pain intensity and pain disability up to 1 year after surgery. Subsequently, they were added to the prediction of the respective best psychological predictor for establishing their relative contribution for postoperative pain and disability up to 1 year after surgery.
Materials and methods Patients
Ninety men (mean ± standard deviation [SD] 23.5±4.6 years) undergoing a cosmetic correction of funnel chest malformation were selected among consecutively admitted inpatients at the Department of Pediatric Surgery of the University of Erlangen. Eighty percent of the patients participated also in a previous study by Lautenbacher et al. 15 Because of the high rate of men undergoing this type of surgical correction, only male patients participated. Inclusion criteria were 1) age between 14 years and 35 years, 2) informed written consent to data acquisition and an additional separate informed written consent to blood sampling and genotyping, 3) no contraindication for the surgical procedure, and 4) postoperative analgesic treatment via the patient-controlled epidural analgesia (PCEA). Exclusion criteria were 1) concurrent acute or chronic pain conditions, 2) previous major surgical interventions (minor surgical interventions, such as tonsillectomies or dental procedures, were allowed), 3) strong levels of discomfort due to functional limitations because of the chest malformation, and 4) past and current psychological disorders as diagnosed by a German standardized psychological screening for International Statistical Classification of Diseases and Related Health Problems 10th edition, and Diagnostic and Statistical Manual of Mental Disorders, IV edition, the Mini-DIPS. 16 All patients underwent a thoracic surgery for cosmetic correction of congenital chest malformations named "funnel chest". The surgical procedure is known as the Erlangen technique of funnel chest correction. 17 For moving the sternum in the desired position, first the sternum is freed through an interior incision and then it is mobilized by freeing of the xiphisternum. After correction of the chest, the chest wall is stabilized with a lightweight transsternal metal implant. The metal implant is removed ∼1 year after the surgery. The patients received a standardized analgesia during and after surgery via a commonly applied and recommended thoracic PCEA. Before the induction of general anesthesia for surgery, an epidural catheter was inserted through the interspinous space at Th6/ Th7 or Th7/Th8. Postoperative PCEA was provided using a standard PCA pump. The pump was set to deliver 0.2% ropivacaine plus 1.0 µg/mL sufentanil at a basal rate of 6-8 mL/h. Patients could additionally request a bolus dose of 3 mL every 30 minutes by pressing a trigger button. Repeated pressing of the trigger button did not provide more than one bolus per 30 minutes. The PCEA catheter was usually removed 2-3 days after surgery. As rescue analgesics on demand, the nonopioids, S-ketoprofen, diclofenac, dipyrone, and paracetamol, and the opioids, buprenorphine or piritramide, were available.
The study protocol was approved by the Ethics Committee of the Medical Faculty of the University of ErlangenNürnberg. All patients gave informed written consent. In 
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genetic and psychological effects on persistent postoperative pain case of not having attained legal age (18 years), informed written consent was obtained from their parents and written assent from the subject. All participating patients received financial compensation.
Data acquisition
One preoperative session on the day before surgery and four postoperative sessions at 1 week, ∼3 months, 6 months, and 1 year after surgery were conducted. The sessions took place mostly in the afternoon. In the preoperative session 1 day before surgery, among other preoperative predictors (questionnaires, experimental pain sensitivity) a self-report questionnaire of pain hypervigilance (PVAQ) 18 and a dotprobe task measuring attentional biases toward pain-related, social threat, and positive words were assessed. Data on preoperative predictors have already been published. 15, 19 Dimova et al In the postoperative sessions, self-report ratings of pain intensity and pain disability were obtained. Blood samples were collected at the Pain Centre of the University Hospital Erlangen during the preoperative preparation of the patients for surgery. For patients already included in the behavioral assessment before the beginning of the genetic study, blood sampling was conducted 1 year postsurgery during the preparation of the patients for the surgical removal of the metal implant.
genetic predictors
The candidate genes were selected 1) to involve mechanisms of inflammation and wound healing underlying pathophysiological processes involved in pain after surgery and 2) to include the most frequently investigated genes in pain research such as COMT, OPRM1, GCH1, and FAAH. Specifically, SNPs were derived from a PubMed database search for human association studies published until August 2009 using free text combinations of the termini: pain, nociception, pain disease, single nucleotide polymorphism, polymorphism, genetic polymorphism, human genetics study, and human association study (Table 1 ). For variants in the tachykinin 1 receptor gene (NK1R) and the mineralocorticoid receptor gene, nuclear receptor, subfamily 3, group C, member 2 gene (NR3C2), no human pain association studies were found up to this time point. Substance P and mineralocorticoids such as cortisol play a crucial role in inflammatory and stress-induced response to pain; thus, variants in the NK1R gene were derived from a study on alcohol dependence 20 and for the NR3C2 gene from a study on cortisol responses following dexamethasone application. 21 A set of 31 SNPs in 17 genes were finally selected for the study.
Following this selection, we performed a posteriori verification of the functional focus of the selected genes on postoperative inflammatory and wound healing processes. For this purpose, the 17 genes were analyzed in a systems-genetics context. Specifically, the biological roles in which a given set of genes are involved can be obtained from publicly available knowledge databases. The gold standard in this field is the Gene Ontology (GO; http://www.geneontology.org/), 22 where the major biological processes of the genes, respectively, gene products, are described by a controlled vocabulary (GO terms). 23 An overview on GO as well as on concepts such as "ontology" in computer science can be found in Thomas et al. 24 The functions of the 17 selected pain genes were analyzed by means of an overrepresentation analysis (ORA) 25 using the web-based GeneTrail tool (http://genetrail.bioinf. uni-sb.de/). 26 Other applications of similar GO-based analysis were already reported in biomedicine. 27, 28 For the present analysis, a reference set of 410 known pain genes and their annotations to GO terms was used for comparison. In particular, all GO terms associated with the available reference list of pain genes, n=410, 29 were compared with the occurrence of the terms among the subset of n=17 genes from the present study. ORA was done with parameter P-value threshold, t p = 0.05, and a false discovery rate α correction for multiple testing. 30 From this analysis, the biological processes have emerged, in which the n=17 genes were particularly engaged among the reference set of n=410 pain genes ( Figure S1 , original ORA tree from the GeneTrial results output). Figure  S1 displays the 21 significant GO terms annotated at the given ORA parameters to the n=17 genes. Among them, the seven most significant terms (Table S1 ) pointed to biological processes of "response to chemical stimuli", "response to stress", "immune system response", "immune response", "cognition", "inflammatory response", and "sensory perception" (detailed definitions of the GO terms available at the AmiGo search tool for the GO at http://amigo.geneontology. org/
31
). This supported our selection of genes as covering key biological processes expected during the development of pain after surgical intervention.
genotyping analysis
For genotyping of the patients, genomic DNA was extracted from peripheral blood using a Flexigene AGF 3000 technology (Qiagen NV, Venlo, the Netherlands) on an automated Autogenflex 3000 isolator (Autogen, Holliston, MA, USA) according to the protocols supplied by the provider. For genotyping the TaqMan ® , OpenArray ® Genotyping Systems (Thermo Fisher Scientific, Waltham, MA, USA) was used, which is a high-performance, high-throughput technology based on real-time polymerase chain reaction. The plates used for the OpenArray ® assay were composed of 48 subarrays, with 64 nanowells that were prefilled with custom-made assays (Thermo Fisher Scientific) for the genotyping of 32 SNPs in total. After addition of 100 ng genomic DNA and reaction mix to the corresponding wells, the arrays were placed in a Thermocycler BIORAD DNA Engine Peltier Thermal Cycler for fragment amplification. Arrays were scanned on the OpenArray NT imager, and genotypes were called using the OpenAray SNP Genotyping Analysis software. Whenever assay design or the genotyping assay failed, SNPs were genotyped by polymerase chain reaction amplification (primer sequences available on request) and subsequent Sanger sequencing of both strands on an automated capillary sequencer ABI3730 (Thermo Fisher Scientific). The resulting sequences were 
Psychological factors
For determining the predictive strength of the genetic predictors, two psychological predictors were used for comparison, namely, the preoperatively measured pain vigilance and the attentional bias to positive words assessed via a dot-probe task. These were chosen as best possible predictors according to our previously published findings in this sample. 15 In this study, preoperative predictors encompassing pain-related and general psychological predictors (pain catastrophizing, pain anxiety and hypervigilance, depression, state anxiety, somatization, attentional bias for emotionally loaded words), psychophysical predictors (cold and heat pain thresholds, heat pain summation), and cortisol reactivity were tested for their power to explain chronic pain and disability up to 6 months after surgery. The attentional bias for positive words and the self-reported pain vigilance (PVAQ) proved to be the best preoperative predictors for persisting pain and disability for both 3 months and 6 months after surgery, respectively. 15 Thus, these two psychological predictors were chosen for comparison and are described in the following.
The PVAQ 18 has been developed as a comprehensive measure of attention to pain and validated for the use in chronic pain and nonclinical samples. It consists of 16 items that are rated on a six-point scale and assess awareness, vigilance, preoccupation, and observation of pain. For the present study, the questionnaire was translated into German using a standard "forward-backward" procedure. Only if the resulting backward English version was very similar to the original version according to the evaluation of an English native speaker, translation accuracy was considered as sufficient. The original English version of the questionnaire has been shown to have good internal consistency (Cronbach's α=0.86) and test-retest reliability (rtt =0.80). 18 The German version used in this study showed sufficient internal consistency (Cronbach's α=0.85) in a previous study. 32 The present German version of the PVAQ was repeatedly successfully used in clinical and experimental studies. 15, 19, 32, 33 For further analyses, the sum score of the PVAQ was used as a parameter of interest for predicting pain disability.
The selective attention task used in the present study was based on the dot-probe task described by Keogh et al. 34 It has been used in our laboratory in different clinical and experimental studies. 15, 19, 32, 35 It contains three emotional word categories: pain-related (eg, stechend (Ger.)/stinging), social threat (eg, beschämt (Ger.)/ashamed), and positive words (eg, glücklich (Ger.)/lucky). These words are paired with neutral words (Anstrich (Ger.)/paintwork); neutral-neutral word pairs served as filler items.
Following Keogh et al, 34 a fixation cross in the center of a computer screen was presented for 500 ms. Subsequently, two words, that is, a neutral one paired with an emotional one, were presented concurrently, one below and one above the center. After another 500 ms, the words disappeared and a dot appeared at the location of one of the two words. Patients were required to indicate by pressing a key as quickly as possible where the dot had appeared (below or above). After 20 practice trials, patients had to complete 128 experimental trials (32 trials per word-pair category) presented in random order. The reaction times in response to the dot were assessed. To assess selective attentional processes related to each of the emotional word categories, bias indices were calculated according to the formula by Keogh et al: 34 Bias score = ((eudl − eldl) + (eldu − eudu))/2, where the letters mean e = emotional word, d = dot, u = upper position, and l= lower position. A positive score indicates an attentional preference for the location of the emotional word, whereas a negative score may suggest attentional avoidance.
assessment of postoperative pain
At each of the postoperative time points, patients were asked to rate the average intensity of their pain on an eleven-point numerical rating scale (NRS), labeled with the verbal anchors "no pain" (0) and "strongest pain imaginable" (10) . At 1 week postsurgery, pain ratings were acquired for the preceding week, and at 3 months, 6 months, and 1 year postsurgery for the preceding 4 weeks. Patients were also asked to complete the pain disability index (PDI) 36 as a common measure of pain disability. It consists of seven items assessing the degree to which pain interferes with functioning across different classes of activities, such as social activities, recreation activities, and professional life activities. Each item could be scored between 0 (no interference) and 10 (total interference). Our previous study in this sample showed enough variance in data regarding the two outcome measures after 3 months postsurgery, a time frame which is commonly defined as chronic pain.
statistics Preprocessing of genetic data
For verifying a random genetic sample, the distribution of homozygous and heterozygous carriers of alleles was tested for agreement with the Hardy-Weinberg equilibrium 37 
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Dimova et al the following criteria: 1) genotype groups with n.10 patients as prerequisite for parametric group statistics and 2) observed minor allelic frequency (MAF) of $10% as a prerequisite for sufficient distribution of the genetic variants in the present sample. The resulting set of genetic predictors comprised 16 SNPs in eight genes (Table 1) , which is roughly half of the originally targeted 17 genes. These SNPs were then included in the order of their chromosome positions in in silico haploblock detection using 95% confidence bounds on D′ 39 and in a subsequent haplotype analysis (PHASE 40, 41 ).
Classification of postoperative outcome
For separating patients with poor outcome after surgery from patients who have almost optimally recovered, a classification of postoperative outcome was computed. Patients were assigned to a "high" (NRS: 3-10) or "low" (NRS: 0-2) pain intensity group and to a "high" (PDI: 9-70) or "low" (PDI: 0-9) pain disability group for each of the postoperative time points according to their pain intensity and disability scores. The protocol followed the classification used in Lautenbacher et al. 15 The cutoff score of two points for pain intensity was set according to the findings of Farrar et al, 42 suggesting that relevant clinical changes on the numerical rating scale are indicated by differences of at least two scale units. The cut off for pain disability was set at a score of 8, indicating the minimum level of clinically relevant pain-related disability as suggested by Dillmann et al. 43 Additionally, time-dependent changes in pain intensity and disability over the postoperative time course were tested using nonparametric repeated-measures approach (Friedman's test) because the scores of both measures were not normally distributed (D(90)=[0.150-0.309], P,0.001) with the only exception of the pain disability scores at 1 week postsurgery. Post hoc analyses for differences between time points were run using Wilcoxon signed-rank test.
Prediction of postoperative outcome
The power of the genetic predictors for explaining the postoperative 1-year time course of pain-associated clinical parameters was assessed by means of Cox regression analysis. The proportional hazard function allows assessing the probability (hazard ratio [HR] ) to reach an event of interest, adjusted for the influencing factors, during a defined period of time termed survival time. 44 In the present study, the event of interest was a postoperative outcome of low pain intensity or low pain disability at 1 year after surgery (criterion variables). The genetic and psychological variables were defined as covariates (predictors) influencing the course of postoperative outcome. Predictors were entered in the prediction model at a threshold significance level of α,0.05 (corresponding to a critical χ 2 =3.842, df =1) and were removed at α,0.10. First, the influence of the genetic variables on postoperative outcome was tested. Separate stepwise Cox regression analyses (stepwise forward procedure) were conducted for pain intensity and disability including the final set of genetic variables (SNPs and haplotypes) as predictive factors for reaching an outcome of low pain intensity and disability. Each SNP or haplotype was defined as a separate categorical covariate (occurrence of 0, 1, or 2 times of the minor allele for SNPs and the occurrence of 0, 1, or 2 times of the haplotype). SNPs being components of a haplotype were only regarded within the respective haplotypes and were not additionally tested as separate predictors.
Second, the additional contribution of the genetic predictors to the prediction of the selected psychological predictors was assessed. Therefore, separate Cox regression analyses were again conducted for pain intensity and pain disability including the respective psychological variable in a first block of the Cox regression (the attentional bias toward positive words for predicting pain intensity and the pain vigilance for predicting pain disability) and adding all genetic variables in a second block. The statistical method for selecting predictor variables in these additional analyses was again stepwise forward procedure to identify the best possible pattern of prediction.
Statistical analyses were run using the SPSS software, Version 19 for Windows (IBM Corporation, Armonk, NY, USA). Statistical significance was set at α=0.05 for all analyses.
effect sizes estimation
Additionally, to reveal the strength of differences between the low and high pain intensity and disability groups as regards the predictors at the end point of survival time 1 year after surgery, effect sizes (Cohen's d) were calculated. For comparing the effect sizes of the genetic and psychological predictors, we computed the common effect size measure Cohen's d 45 for both predictor groups via a computer-based tool for meta-analysis (Comprehensive Meta-Analysis software version 2.0 for Windows, Biostat, Inc., Englewood, NJ, USA). With respect to the genetic predictors, first genotypes and haplotypes were assigned to pain and disability groups according to the presence of the minor allele (recessive hereditary model). Group frequencies were then estimated by 2×2 cross tabulations conducted between carriers and noncarriers of the minor allele and the outcome groups. The estimated frequency statistics were then used for the calculation of effect sizes regarding the genetic predictors. 
Results

Descriptive statistics of clinical data and the final set of genetic predictors
Descriptive statistics of the psychological predictors and postoperative outcome of the sample are shown in Table 2 . The attentional bias score for positive words had a negative value suggesting lower attentional preference of the patients for positive words. Low pain intensity and disability were reached by 83 (92.2%) of the patients at 1 year after surgery, however, not necessarily by the same patients (Table 2) . Survival curves for the proportion of patients reporting high pain intensity and disability during the postoperative time course are shown in Figure 1 Table 2 ). Taking into account that pain intensity and disability scores were not normally distributed, Friedman's tests were conducted for detecting differences in the scores of pain intensity and pain disability over the four postoperative points. The results revealed significant effects of time on pain intensity (χ 2 (3,0)=145.027, P,0.001) and pain disability (χ Table 1) . Two of the COMT haplotypes and three of the NK1R haplotypes fulfilled the criterion of MAF .10% and were submitted to analysis. The first COMT haplotype rs4646312C/rs165722C/ rs6269G/rs4633C/rs4818G/rs4680G was composed of the minor alleles and the second one, COMT rs4646312T/ rs165722T/rs6269A/rs4633T/rs4818C/rs4680A, consisted of the major alleles. The three NK1R haplotypes, NK1R rs6741029T/rs735668A, NK1R rs6741029G/rs735668C, and NK1R rs6741029G/rs735668A, were composed of the minor alleles, the major alleles, and a combination, respectively. All the remaining eight SNPs had a MAF .10% and were submitted to statistical analysis. Finally, the resulting set of genetic predictors comprised eight SNPs and five haplotypes ( Table 1 , relevant SNPs and haplotypes marked in bold).
Prediction of postoperative outcome by the genetic variables
The postoperative time course of pain intensity and disability was first tested for influences of the genetic factors. Stepwise Cox regression analyses identified no significant effects of any of the genetic predictors on survival time up 
Prediction of postoperative outcome by the psychological and genetic variables
Given the lack of a statistical evidence for an influence of the genetic predictors on pain-associated postoperative outcome, the relative contribution of the genetic predictors to the predictions of pain intensity by the attentional bias for positive words and of pain disability by the PVAQ was tested. However, none of the genetic predictors could improve the goodness of prediction by each of the psychological predictors. The initial score statistics of the genetic variables entered all together as a second block of the respective regression analysis had the same values as displayed in Table 3 because of the same stepwise forward method used for statistical selection of the best possible predictors. 
effect sizes
Subsequently, effect sizes (Cohen's d) were calculated according to the outcome in pain intensity and disability at the assessment point 1 year after surgery (Table 4 ). For example, for the COMT haplotype composed of the minor alleles of the polymorphisms rs4646312T.C/rs165722T.C/ rs6269A.G/rs4633T.C/rs4818C.G/rs4680A.G, the effect sizes reached almost medium values regarding both pain intensity and disability; the polymorphism IL1A rs1800587G.A had also similar effect size for pain disability. For some polymorphisms, the effect size calculation was based on frequencies of cases per cell that were lower than the minimum number required for a valid interpretation (n,2 expected and n,1 observed frequencies). For these genetic predictors, the effect sizes were considered only as preliminary and were not further interpreted (Table 4 , d values marked in gray). Comparable to the effects of the genetic variables on pain intensity, the attentional bias for positive words reached only a small effect size (Table 4) . In contrast, the PVAQ score surpassed the border for large effects (d=0.822).
summary of results
Cox regression analyses testing for influences of the genetic predictors on the course of postoperative pain intensity and disability could not reveal significant results. This was also the case when genetics were entered as additional variables to the prediction of postoperative outcome by the psychological predictors found to be effective in an earlier analysis in this sample. Effect size estimation revealed small to medium effects on pain intensity and disability at assessment time point 1 year after surgery for some genetic predictors. The PVAQ was associated with persistent pain disability on slightly significant level. The effect size reached a value for large effects suggesting higher levels of preoperatively reported pain vigilance as risk factor for long-term pain disability. Table 3 The prediction of survival time by the genetic predictors (genotypes and haplotypes), for pain intensity and pain disability, respectively 
Discussion
In the present study, we investigated whether SNPs in candidate pain genes were associated with pain-related outcome up to 1 year after surgery in a sample of preoperatively pain-free male patients undergoing funnel chest correction. Because the patients had not have any severe pain prior to surgery, the present surgical model provided ideal conditions for studying the development of chronic postoperative pain. SNPs were chosen to be located in genes involved in inflammation and immune response, as well as in genes frequently investigated in pain genetic research. 9 The genetic predictors could not significantly contribute to the explanation of the time course of postoperative pain intensity and pain-related disability up to 1 year after surgery. Also, no statistically meaningful effects could be found when the genetic variables were tested as additional predictors adding explained variance to two psychological variables that proved to have high explanatory power for persistent postoperative pain intensity and disability in a previous study. 15 Effect size estimation suggested low impact of the genetic predictors on both pain intensity and disability. Concerning the psychological predictors, the preoperative PVAQ score proved again to be a relevant predictor for lasting pain disability after surgery. In contrast, the preoperatively measured attentional bias to positive words assessed in a dot-probe task failed this time to predict chronic pain intensity. The genetic variants previously reported to modulate pain in humans were not found to have meaningful influence on the course of pain-related outcome in the present clinical setting. The variants in the selected genes appeared not to be crucially involved in long-term consequences of thoracic tissue damage due to surgery. In fact, we tested genetic effects on the transition from acute to persistent postoperative pain and long-standing functional disability. Indeed, there is to date no evidence for genetic associations with the development of postoperative chronic pain 46 after surgically produced tissue damage in preoperatively pain-free individuals. In contrast to the present cohort, populations investigated in other genetic association studies on postoperative pain often already had pain as a symptom of disease prior to surgery. 13, 47 However, even for SNPs or haplotypes in candidate genes frequently assessed in pain genetics, such as COMT, FAAH, or IL1A, 9 no significant effects on pain continuation after surgery and its consequences could be found. Among these, variants in COMT 13, 47 and GCH1 48 genes had also been reported to affect the chronification of pain after surgery.
To further elucidate possible genetic effects that might not have been strong enough to surpass the level of significance, we additionally quantified the effects of the genetic predictors on postoperative outcome 1 year after surgery using effect sizes. Again, most of the genetic predictors had no meaningful impact. Nevertheless, some of them could reach small to medium effect sizes. The COMT haplotype composed of the minor alleles rs4646312T.C/rs165722T.C/rs6269A.G/ rs4633T.C/rs4818C.G/rs4680A.G could be identified to have up to medium effect sizes on both pain intensity and disability at 1 year after surgery. The polymorphism IL1A rs1800587G.A reached similar effects on 1-year disability outcome. The IL1A gene codes for a proinflammatory protein of the cytokine family usually released as inflammatory or immune response. In our study, carriers of the minor allele of the IL1A polymorphism seem to be at higher risk for longstanding disability. The COMT gene codes for an enzyme acting in the metabolism of catecholamines, such as dopamine and epinephrine. The COMT haplotype composed of the minor alleles was associated with persistent pain intensity but less disability at 1 year after surgery. Notably, such interpre- 
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genetic and psychological effects on persistent postoperative pain tations give a hint for further investigation rather than being definitive results as they are based on nonsignificant results in the main analyses and post hoc interpretations of the effect size calculations. However, for both genes, previous evidence exists showing association between variants in these genes and chronic pain. Specifically, simultaneous carriage of IL1A rs1800587C.T and IL1RN rs2234677G.A was a risk factor for low back pain and was also associated with reported pain intensity. 49 The homozygous TT 889 (rs1800587C.T) genotype was shown to enhance the transcriptional activity of the IL1A gene. 50 Translated to our results, this could mean that carriers of the minor allele have an increased production of messenger RNA and thus protein leading to a stronger proinflammatory regulation. The COMT haplotype ATCA (rs6269, rs4633, rs4818, rs4680) was associated with less pain disability and greater relief after lumbar disk surgery. 47 Diatchenko et al reported, however, an opposite relationship between the same haplotype and experimental pain sensitivity. 51 Furthermore, the effect sizes obtained for our genetic predictors of postoperative pain development were comparable to the effect sizes reported recently for several frequently occurring variants in human genes shown to modulate pain. 52 Doehring et al 52 estimated effect sizes for the impact of SNPs in the OPRM1, OPRD1, COMT, FAAH, GCH1, TRPV1 genes, and transient receptor potential cation channel, subfamily A, member 1 gene (TRPA1) on experimental pain thresholds to different stimuli. The genetic variants reached mainly modest, in some cases medium to high effect sizes (Cohen's d=0.0-1.8). The COMT rs4646312C/rs165722C/ rs6269G/rs4633C/rs4818G/rs4680G haplotype reached up to medium effect sizes in our study. Doehring et al also reported only small effect sizes on pain thresholds for cold and heat, electrical and blunt pressure stimuli (d=0.06-0.23, recessive hereditary model) for the same haplotype as assessed in our study.
Notably, it has been discussed that the reproducibility of genetic effects in pain research is often only modest 6 and may not be verified by meta-analysis. Moreover, reproducibility of effects may be reduced by the coexistence of frequent variants in a single individual that act as confounders canceling out effects on phenotype. 53 However, even for these two seemingly major influential genetic variables IL1A and COMT, the effects were below the effect shown for the preoperatively assessed pain hypervigilance as assessed by the questionnaire PVAQ. The self-reported attentional engagement toward pain-related bodily sensations had a large effect (d=0.82). Similarly, Doehring et al 52 reported that the SNPs they assessed had smaller effect sizes compared with those of gender and sensitization by capsaicin. It seems important to consider such results when comparing genetic influences with those of other relevant factors.
Furthermore, our findings on the psychological predictors additionally indicate that it is of high clinical relevance to compare between pathophysiologically different predictor groups. We have already reported on the strength of the two psychological variables used in the present study to explain persistent pain and disability at 3 months and 6 months after surgery. 15 Here, in this second analysis in the same but enlarged sample of patients, the PVAQ was the only significant predictor of survival time, even though the corresponding HR suggested low explanatory power. Individuals with higher levels of preoperatively reported pain vigilance tended to be at a risk for still experiencing pain-related disability at 1 year after surgery. The PVAQ also reached the highest effect size among all predictors, again supporting our previous results. In contrast, the attentional bias for positive words, assessed by the dot-probe task, was not able to explain lasting pain in the present study, thus complementing our previous results concerning persistent pain at 3 months and 6 months postsurgery. 15 While at earlier time points, both psychological factors appeared to play a major role in the chronification process (Cohen's d=0. 5-0.7) , the PVAQ remains the only psychological predictor when considering the final outcome 1 year postsurgery.
Pain research increasingly recognizes the necessity of addressing the complexity of pain phenotypes by considering large sets of risk and resilience factors as well as their interaction in explanatory models. In this sense, the present analysis has made use of two major predictor groups based on genetic and psychological risk factors in a comparative approach for explaining persistent pain after cosmetic thoracic surgery. Although no significant additive effects of the genetic with the psychological predictors could be shown, the results adumbrate concomitant influences of both predictor groups on chronic postoperative pain. Advanced analysis of the combined effects of genetic and psychological factors on long-standing consequences after surgery, for example, via classification and regression tree algorithms, are to be recommended for future studies on larger samples. Such combined examinations have already been reported for OPRD1 and TRPV1 variants on experimental pain sensitivity in dependence of personality traits, 54 and COMT polymorphisms in interaction with pain-related catastrophic thinking and depressive mood on shoulder pain. 55, 56 Journal of Pain Research 2015:8 submit your manuscript | www.dovepress.com
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There are some limitations of the present study. It is important to note that the study might be underpowered because of the small sample size. This is a clear limitation, probably leading to an underestimation of a genetic effect. Due to this limitation, certain allele groups were very small, and for some of the genetic variables, the results on the effect sizes could not be validly interpreted. Furthermore, the study sample comprised only young male patients undergoing funnel chest correction. This should be kept in mind when the results are transferred to other types of postoperative pain. Next, the present assessment has started a while ago with 31 pain-related genetic polymorphisms that built a comprehensive set of possible relevant genetic modulators at this time. However, it meanwhile represents a small subset from .400 genes being currently proven for their involvement in the multifactorial pathophysiology of pain. 29 Finally, we tested possible multigene effects on the development of persistent postoperative pain in terms of statistically added explained variance by entering single genetic predictors but not their interaction in the regression model. This approach cannot fully consider functional interaction effects of genes on phenotype such as the coexistence of variants with opposite functional consequences on pain in the same individual; 53 for example, FAAH rs2295633G.A 57 and TRPV1 rs8065080T.C 54 have been shown to be associated with increased and reduced pain sensitivity, respectively.
Conclusion
In conclusion, our results showed that common genetic variants previously associated with or functionally related to pain perception could not significantly predict the development of chronic postoperative pain as assessed in a longitudinal design in initially pain-free patients undergoing cosmetic thoracic surgery. According to effect size estimation, some promising suggestions for relevant genetic modulators could be made, as for a genetic variant of the IL1A gene and a haplotype of commonly investigated variants in the COMT gene. A comparison between pathophysiologically different predictor groups might help to identify clinically relevant predictors for chronic pain.
